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ABSTRACT
The complete mitochondrial genome of Xystrocera globosa is 15,706bp in length, containing 13 pro-
tein-coding genes, 22 transfer RNAs, two ribosomal RNAs and the Aþ T-rich region. The overall base
composition is 72.7% AT and 27.3% GC, and the AT content of the control region is 79.3%. In ML and
BI phylogenetic trees, X. globosa was a sister clade to X. grayii. The monophyly of Lamiinae and
Prioninae were supported in ML analyses, but nevertheless, the monophyly of Cerambycinae was
not recovered.
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Beetles are the most varied of insect groups and include
more than 360,000 species (Sheffield et al. 2008). Researchers
are widely interested in beetle species because of their broad
economic significance (Hunt et al. 2007). Xystrocera globosa is
a beetle of the Cerambycinae subfamily of the family
Cerambycidae, a group that is responsible for extensive dam-
age to ornamental trees, reducing the ornamental effects of
these trees, the value and utilization of their timber, and
even causing death (Kim et al. 2009). Although a study of
population genetics and molecular phylogenetics of X.
globosa was previously reported (Hurst and Jiggins 2005),
information on the mitochondrial genome was unknown.
Hence, we sequenced the mitochondrial genome of X. glo-
bosa to discuss its phylogenetic relationship within
Cerambycidae.
Samples of X. globosa were collected from Jinxiu, Guangxi
province, China on 10 August 2016 by JY Zhang. Total gen-
omic DNA was extracted from leg muscle tissue using an
Ezup Column Animal Genomic DNA Purification Kit (Sangon
Biotech Company, Shanghai, China). Remaining samples of X.
globosa were stored in the lab of Dr JY Zhang, College of
Chemistry and Life Science, Zhejiang Normal University. We
used 8 universal insect primers (Simon et al. 2006; Zhang
et al. 2008; Zhang, Cai, et al. 2018; Zhang, Yu, et al. 2018)
and 10 specific primers to amplify the DNA fragments. The
PCR products were sequenced by Sangon Biotech Company
(Shanghai, China). The genomic sequence has been depos-
ited in GenBank with an accession number MK570750.
The mitochondrial genome of X. globosa is 15,707 bp in
length, containing 13 protein-coding genes, 22 transfer RNAs,
two ribosomal RNAs, and the Aþ T-rich region. The mitoge-
nome arrangement is identical to the typical coleopteran
insect format, with the ancestral gene order of tRNAIle-
tRNAGln-tRNAMet located between the Aþ T-rich region and
ND2 (Liu et al. 2018). The initiation codon of the 12 protein-
coding genes excluding ND1 (that uses TTG) is the typical
ATN form (ATA, ATG, ATC, ATT), whereas 10 protein-coding
genes (excluding ND3, ND4, and ND5 that end with a single
T) have termination codons of TAA or TAG. The entire Aþ T
content of the complete mitogenome is 72.7% (A¼ 38.4%,
T¼ 34.3%, C¼ 15.5%, G¼ 11.8%), and the length of the
control region is 1058 bp with 79.3% AT content (A¼ 40.8%,
T¼ 38.5%, C¼ 11.3%, and G¼ 9.4%).
To reconstruct the phylogenetic relationships of
Cerambycidae, 13 protein-coding genes of 19 species includ-
ing Galeruca daurica as the outgroup were analyzed (Kim
et al. 2009; Guo et al. 2014; Chiu et al. 2016; Fang et al. 2016;
Li et al. 2016; Wang et al. 2016; Lim et al. 2017; Liu et al.
2017, 2018). Bayesian inference (BI) and maximum likelihood
(ML) methods used MrBayes version 3.2 (Ronquist et al. 2012)
and the RAxML version 8 programs, respectively (Stamatakis
2014). These established maximum likelihood (ML) and
Bayesian inference (BI) trees (Figure 1). The results show that
X. globosa is a sister clade to Xylotrechus grayii. The mono-
phyly of Lamiinae, Lepturinae and Prioninae were supported
by both BI and ML analyses, whereas the monophyly of
CONTACT Jia-Yong Zhang zhang3599533@163.com, zhangjiayong@zjnu.cn College of Chemistry and Life Science, Zhejiang Normal University, Jinhua,
Zhejiang Province 321004, China; Key Lab of Wildlife Biotechnology, Conservation and Utilization of Zhejiang Province, Zhejiang Normal University, Jinhua,
Zhejiang Province 321004, China
 2019 The Author(s). Published by Informa UK Limited, trading as Taylor & Francis Group.
This is an Open Access article distributed under the terms of the Creative Commons Attribution License (http://creativecommons.org/licenses/by/4.0/), which permits unrestricted use,
distribution, and reproduction in any medium, provided the original work is properly cited.
MITOCHONDRIAL DNA PART B
2019, VOL. 4, NO. 1, 1647–1649
https://doi.org/10.1080/23802359.2019.1605852
Cerambycinae was not recovered. So, the monophyly of
Cerambycinae needs to be further studied in the future.
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